Long non-coding RNAs (lncRNAs) are involved in various pathophysiologic processes and human diseases. However, their dynamics and corresponding functions in pulmonary fibrosis remain poorly understood. In this study, portions of lncRNAs adjacent or homologous to protein-coding genes were determined by searching the UCSC genome bioinformatics database. This was found to be potentially useful for exploring lncRNA functions in disease progression. Previous studies showed that competing endogenous RNA (ceRNA) hypothesis is another method to predict lncRNA function. However, little is known about the function of ceRNA in pulmonary fibrosis. In this study, we selected two differentially expressed lncRNAs MRAK088388 and MRAK081523 to explore their regulatory mechanisms. MRAK088388 and MRAK081523 were analysed as long-intergenic non-coding RNAs (lincRNAs), and identified as orthologues of mouse lncRNAs AK088388 and AK081523, respectively. qRT-PCR and in situ hybridization (ISH) showed that they were significantly up-regulated, and located in the cytoplasm of interstitial lung cells. We also showed that MRAK088388 and N4bp2 had the same miRNA response elements (MREs) for miR-200, miR-429, miR-29, and miR-30, whereas MRAK081523 and Plxna4 had the same MREs for miR-218, miR-141, miR-98, and let-7. Moreover, the expression levels of N4bp2 and Plxna4 significantly increased in fibrotic rats, and were highly correlated with those of MRAK088388 and MRAK081523, respectively. Among their shared miRNAs, miR-29b-3p and let-7i-5p decreased in the model group, and were negatively correlated with the expression of MRAK088388 and MRAK081523, respectively. MRAK088388 and MRAK081523 could regulate N4bp2 and Plxna4 expression by sponging miR-29b-3p and let-7i-5p, respectively, and possessed regulatory functions as ceRNAs. Thus, our study may provide insights into the functional interactions of lncRNA, miRNA and mRNA, and lead to new theories for the pathogenesis and treatment of pulmonary fibrosis.
Introduction
by establishing active chromatin structures [6] . Not every gene becomes silenced because of the transcription of nearby lncRNAs. In many cases, lncRNA transcription may positively or negatively affect the expression of nearby genes [7] . Thus, the positional relationship between lncRNA and mRNA in the genome is important for predicting lncRNA regulation of nearby genes. A previous study demonstrated that some lncRNAs can serve as a 'sponge' to titrate microRNAs and prevent them from binding to mRNAs based on the competing endogenous RNA (ceRNA) hypothesis [8] . Pandolfi et al. reported that endogenous miRNA decoys have important functions in various biological processes and cell types, and ceRNAs can be found in all organisms that use miRNAs to regulate gene expression. Given the prominent functions of ceRNAs in physiology, their deregulation is a common occurrence in various diseases that can promote their progression [9, 10] . Salmena et al. has been suggested that all types of RNA transcripts (mRNA, pseudogenes, lncRNA, etc.) can crosstalk with each other by competing for miRNAs through shared miRNA-binding sites ['miRNA response elements' (MREs)], thereby acting as ceRNA [11] . Cesana et al. showed that a long-intergenic ncRNA (lincRNA), linc-MD1, regulates muscle differentiation by interacting with two miRNAs, miR-135 and miR-133, which can bind to MAML1 and MEF2C to regulate their expression levels. Therefore, identifying well-established miRNAs that bind lncRNAs may help to infer the function of lncRNAs.
The mechanism of expression of lncRNAs remains obscure. Some studies showed evidence for regulation by similar mechanisms, including epigenetic mechanisms, as protein-coding genes, such as promoter methylation, histone deacetylation and miRNAs [12] [13] [14] . miR-211 promotes cell growth by repressing lncRNA loc285194 expression. The formation of a reciprocal repression feedback loop is similar to the microRNA-mediated silencing of protein-coding genes [15] . The mutations and altered expression of lncRNAs is closely related to diverse human diseases, ranging from neurodegeneration to cancer [16] . However, their function in pulmonary fibrosis has not been expounded. Idiopathic pulmonary fibrosis (IPF) is a chronic, progressive and devastating interstitial lung disease with no known aetiology or definite treatment modality [17] . Despite the significant progress in our understanding of pulmonary fibrosis, including the function of ageing and cellular senescence, apoptosis, oxidative stress, epithelial-mesenchymal transition (EMT), endoplasmic reticulum stress and miRNA [18] , the molecular mechanisms of IPF remain unclear.
In our previous work, we described differentially expressed lncRNAs and mRNAs and related signalling pathways between bleomycininduced pulmonary fibrosis and normal lung tissue, but the lncRNA function was poorly clarified [19] . In the present study, the relationship between lncRNAs and their adjacent or homology protein-coding genes was assessed, and putative miRNA-target sites in lncRNAs were predicted. Based on the results, lncRNA transcription could affect the expression of adjacent genes in cis, hybridize to the overlapping sense transcript, act as ceRNA or act in more complex ways to regulate gene expression in pulmonary fibrosis. The results will provide insights into the functional interactions of lncRNA, miRNA and mRNA, and lead to new theories for the pathogenesis and treatment of pulmonary fibrosis.
Materials and methods

Bleomycin-induced pulmonary fibrosis model
Sprague-Dawley (SD) rats of 8-to 12-week were provided by Yantai Green Leaf Experimental Animal Center. Twenty SD rats were randomly divided into two groups (10 rats each), namely, the normal control group and the pulmonary fibrosis model group. The rats in the model group were administered with 5 mg/kg bleomycin (Bleocin from Daiichi Pure Chemicals Co. Ltd., Tokyo, Japan) dissolved in sterile PBS through a single intratracheal instillation under anaesthesia [20] . The normal control rats were administered with an equal volume of saline. The rats were killed, and their lung tissues were harvested 28 days after bleomycin treatment based on our previous studies [21] . All animal experiments were performed in accordance with the regulations set by the Committee on the Ethics of Animal Experiments of Binzhou Medical University.
Haematoxylin and eosin and Masson's trichrome staining
After fixing with 4% paraformaldehyde overnight, dehydrating in 70% ethanol and clearing with xylene, the lung tissues were embedded in paraffin wax. Lung tissues of 4 lm-thick sections were prepared and stained with haematoxylin and eosin or Masson's trichrome. Nine random areas were examined at a magnification of 9400. The severity of fibrosis was blindly determined by a semi-quantitative assay.
LncRNA microarray and data analysis
In our previous study, differential expression of lncRNA in bleomycininduced pulmonary fibrosis was explored by using ArrayStar Inc. (Rockville, MD, USA) rat lncRNA microarray. LncRNA detection was performed according to the manufacturer's instructions. The following general steps were carried out. First, total RNA was isolated from lung tissues, and RNA quantity and integrity were assessed. Second, the RNA was linearly amplified and labelled as Cy3-dCTP for hybridization onto the lncRNA expression microarray slide. The hybridized arrays were washed, fixed and scanned by using the Agilent DNA Microarray Scanner. Agilent Feature Extraction software (version 10.7.3.1) and GeneSpring GX v11.5.1 software packages (Agilent Technologies, Englewood, CO, USA) were used to analyse the acquired array images and process quantile normalization and subsequent data. Finally, differentially expressed lncRNAs and mRNAs were identified through fold-change filtering after the quantile normalization of raw data.
LncRNA sequence analysis
The annotated, full-length lncRNA sequences obtained from RefSeq database were subjected to a BLAT query in the UCSC genome browser against rat RGSC 5.0/rn5 genome assembly to identify the genomic loci and sequence conservation with known genes. The browser can analyse lncRNA relative to adjacent protein-coding genes on the same chromosome and identify the homology to exons of annotated protein-coding genes. 
miRNA-target prediction of MRAK088388 and MRAK081523
miRNA-target prediction was performed by ArrayStar Inc. The miRanda and TargetScan algorithms were combined. The advantages of the two algorithms were integrated to predict arbitrary mRNA or lncRNA with miRNA while ensuring that site measurement criteria had biological significance and no loci type was missed. By observing the 2D structure diagram, the strength of binding can be estimated.
Quantitative real-time reverse transcriptase polymerase chain reaction (qRT-PCR) analysis
The total RNA extracted from various samples was twofold serially diluted in nuclease-free water. Two micrograms of total RNA was used for the synthesis of the first-strand cDNA. For evaluation of miRNAs expression, cDNA was synthesized by using a TaqMan MicroRNA Transcription kit. qRT-PCR analysis was performed with the Rotor-Gene 3000 Real-time PCR system with the following reaction profiles: predenaturation at 95°C for 30 sec. and PCR amplification for 40 cycles at 95°C for 15 sec. and at 60°C for 25 sec. PCR was followed by a melt curve analysis to determine the reaction specificity. The relative gene expression was calculated by using standard DDCt methods by RotorGene 6 Software (Corbett Research, New South Wales, Australia). Primers used in qRT-PCR were shown in Table 1 .
In situ hybridization
The fixed lung tissues were dehydrated in ethanol, cleared with xylene, transferred to paraffin, and sectioned into 5 lm sizes. The paraffin sections were treated with TritonX-100 to enhance probe penetration after conventional dewaxing to water. The slides were washed with PBS and fixed again in 4% paraformaldehyde. After washing with PBS and pre-hybridization at 40°C for 4 hrs, the slides were hybridized with digoxin-labelled RNA oligonucleotide probes at 40°C overnight. On the next day, the lung tissue sections were washed with different concentrations of saline sodium citrate at 50°C. After adding a blocking solution made of sheep serum at 37°C for 1 hr, the slides were incubated with anti-digoxigenin-alkaline phosphatase antibody (Roche, Berlin, Germany) at 4°C overnight. Finally, the slides were stained by NBT/BCIP solution (Roche), avoiding light, after washing with TrisNaCl buffer.
RNA oligonucleotide probe of MRAK088388: GCTGAAGAATAGACTG-TAAGCTTTTCAGACGGTGTATCAGAAACAAAATGTTTTTATGTG.
RNA oligonucleotide probe of MRAK081523: GAGCCCAGTTG-TAACTTGGTAAAGGACCTTTGTTATAATTAATTGTATACCTGTGTATGT.
Statistical analysis
All data were expressed as the mean AE SD. Statistical analysis was performed with the SPSS 17.0 software (IBM Corporation, Armonk, NY, USA) by paired-samples t-test. The P < 0.05 indicated a statistically significant difference.
Results
Model identification of pulmonary fibrosis
We used haematoxylin and eosin and Masson's trichrome staining to identify whether the pulmonary fibrosis model in this work was successfully established ( Figure S1 ). Result showed that the alveolar structure was complete and continuous without obvious abnormality and that the alveolar septum was thinner and contained a very small amount of collagen fibres in the normal group. On the contrary, the model group showed that the alveolar structure was damaged, accompanied by pulmonary septa thickening and that the fibroblast focus formation and collagen fibres increased significantly. These results indicated that we had successfully established a bleomycininduced pulmonary fibrosis model.
Differential expression of lncRNAs
To preliminarily explore the biological significance of lncRNAs in pulmonary fibrosis, the lncRNA expression profiles in the lung tissue of rats after bleomycin injection for 28 days were determined through microarray analysis. Differentially expressed lncRNAs were identified by fold-change filtering, and the fold-change threshold was ≥2.0. Based on the results, hundreds of lncRNAs were differentially expressed in the bleomycin-induced lung samples compared with the normal control group. The list only shows the partial results for the differentially expressed lncRNAs (Table S1) in the model versus those in the normal control group. 
LncRNA relative to adjacent or homologous protein-coding gene
LncRNAs were transcribed in complex loci, which had sequence similarity relative to protein-coding genes. Through chromosomal localization and BLAST sequence alignment, we analysed lncRNAs and their associated protein-coding genes, which could help reveal the function and mechanisms of lncRNAs in pulmonary fibrosis. According to the positional relationship between lncRNA and the adjacent protein-coding genes in the same chromosome, lncRNAs can be roughly classified as sense_exon_overlap, sense_intron_overlap, antisense_exon_overlap, antisense_intron_overlap, bidirectional and intergenic ( Table 2 ). The majority of differentially expressed lncRNAs were related to the exons of protein-coding genes from intergenic regions or within the introns of protein-coding genes with the other more complex types that were temporarily difficult to define. Fifteen lncRNAs showed 90% sequence similarity to the exons of proteincoding genes, a majority of which participated in the transcription, translation and substance metabolism. In all cases, the genomic loci of the paired lncRNA and their homologous protein-coding genes were on different chromosomes (Table 3) .
miRNA-target sites in MRAK088388 and MRAK081523
Through bioinformatics analysis, 227 miRNAs were found to bind to MRAK088388, whereas 132 were found to bind to MRAK081523. Given that lncRNAs do not contain a untranslated regions, miRNA binding-site prediction in lncRNAs was based on their full-length sequence. All sites on lncRNAs were treated as non-conserved sequences. The following six types of seed-matched sites (Fig. 1) were found: the 8mer site, which perfectly matches positions 2 to 8 of the mature miRNA (the seed + position 8) followed by an 'A'; the 7mer-m8 site, which perfectly matches positions 2 to 8 of the mature miRNA (the seed + position 8); the 7mer-A1 site, which perfectly matches positions 2 to 7 of the mature miRNA (the seed) followed by an 'A'; the 6mer site, which perfectly matches the 6-nt miRNA seed (miRNA nucleotides 2 to 7); the offset 6mer site, which perfectly matches positions 3 to 8 of the miRNA; and the imperfect site, wherein positions 2 to 7 of the miRNA have G:U non-standard pairing or mismatch or are missing. The hierarchy of site efficacy was as follows: 8mer>7mer-m8>7mer-A1>6mer>offset 6mer>imperfect. Based on various scoring results, higher scores were assigned to miRNAs that bound to MRAK088388 (Table 4 ) and MRAK081523 (Table 5) .
MRAK088388 and MRAK081523 are involved in ceRNA network MRAK088388 and MRAK081523 were up-regulated (Table S1 ) and identified from the orthologues of mouse lncRNAs AK088388 and AK081523, respectively, which were obtained from the NONCODE database (http://www.noncode.org). After sequence alignment and chromosomal localization in rats, the two lncRNAs did not overlap with the protein-coding genes, and no protein-coding gene was identified within 30 kb in rats. Therefore, they belonged to lincRNA. Moreover, they had 88.1% and 89.3% sequence similarity to the human protein-coding genes Nedd4 binding protein 2 (N4bp2) and plexin-A4 (Plxna4), respectively. miRNA-target prediction showed that MRAK088388 and N4bp2 had the same MRE for miR-29b-3p, whereas MRAK081523 and Plxna4 had the same MRE for let-7. To identify the ceRNA interaction between MRAK088388 and N4bp2, as well as between MRAK081523 and Plxna4, we detected whether they are co-expressed in lung tissues by using qRT-PCR. The results show that the expression levels of MRAK088388 and MRAK081523 significantly increased in the model group than those in the normal control group, and paralleled with the overexpression of N4bp2 and Plxna4, respectively. By contrast, the levels of their shared miRNAs, miR29b-3p and let-7i-5p, significantly decreased and was statistically correlated with overexpression lncRNAs respectively (Fig. 2) . Furthermore, we explored the locations of MRAK088388 and MRAK081523 by ISH, in which a blue-violet colour indicates a positive reaction. MRAK088388 and MRAK081523 were observed in the cytoplasm of interstitial lung cells, which benefited lncRNA function analysis (Fig. 3) . SeqID: lncRNA name. Chr: chromosome no. which lncRNA is transcribed. Strand: the strand of chromosome which lncRNA is transcribed; '+' is sense strand of chromosome, 'À' is antisense strand of chromosome. Relationship: positional relationship between lncRNA and the adjacent protein-coding genes. 'sense exon overlap': the lncRNA's exon is overlapping a coding transcript exon on the same genomic strand; 'sense intron overlap': the lncRNA is overlapping the intron of a coding transcript on the same genomic strand; 'antisense_exon_overlap': the lncRNA is overlapping a coding transcript exon on the different genomic strand; 'antisense_intron_overlap': the lncRNA is overlapping a coding transcript on the different genomic strand without sharing overlapping exons; 'bidirection': the lncRNA is oriented head to head to a coding transcript within 1000 bp; 'intergenic': there are no coding transcripts within 30 kb of the lncRNA. Associated gene_acc: the number on NCBI database of mRNA which lncRNA is overlapping with. Associated gene_name: the name of mRNA which lncRNA is overlapping with. Associated protein_name: the name of protein which is translated from the mRNA that overlapping with a lncRNA. Associated gene_strand: the strand of chromosome which mRNA is transcribed; '+' is sense strand of chromosome, 'À' is antisense strand of chromosome (n = 6, replicates). 
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Discussion
By analysing the relationships between lncRNAs and protein-coding genes, as well as by searching putative miRNA-target sites in lncRNAs, we speculate that lncRNAs have important functions in regulating gene expression in pulmonary fibrosis. LncRNAs can regulate gene expression at the levels of chromatin modification, transcription and post-transcriptional processing [22] . They can regulate the transcriptional process through a range of mechanisms. Initial studies indicated that lncRNAs can regulate neighbouring protein-coding genes through trans-or cis-regulators [23, 24] . Most mammalian genes express antisense transcripts, and antisense ncRNAs can mask key cis-elements in mRNA by the formation of RNA duplexes to regulate various steps in the post-transcriptional processing of mRNAs [25] . Given the locations where lncRNAs are transcribed relative to coding regions, lncRNAs can be divided into antisense transcripts of protein-coding genes, bidirectional promoter transcripts, transcripts associated with enhancers or repetitive regions and other transcripts originating from intergenic regions [26] . In our present work, we analysed the positional relationship between lncRNA and protein-coding genes. We have suggested that if the function of protein-coding gene is already known, then lncRNA is predicted to have similar functions. Based on our results, lncRNA AF177677 was an overlapped coding exon of gene CDH11 in sense orientation. Moreover, other studies revealed that CDH11 increases in pulmonary fibrosis, and contributes to EMT [27] . These results may guide us in designing experiments to explore whether AF177677 participates in EMT. Our results show that some lncRNAs did not overlap with any coding gene or had nearby coding genes, defined as lincRNA. Moreover, MRNR_002847 was a lincRNA derived from the sequence alignment with NR_002847, which is a lincRNA in mice called metastasis-associated lung adenocarcinoma transcript 1 (MALAT1). MALAT1 is up-regulated in many solid tumours [28] , and is associated with cancer metastasis and recurrence [29, 30] . Ying et al. found that up-regulated MALAT1 contributes to bladder cancer cell migration by inducing EMT [31] , which is also an important manifestation of pulmonary fibrosis. On the basis of these points, we could explore the function of MALAT1 in EMT through the ceRNA language.
Given that our previous assay also contained probes for known protein-coding genes, we could determine whether the lncRNArelated protein-coding genes are simultaneously differentially expressed in bleomycin-induced pulmonary fibrosis. The results show that four lncRNAs (BC168907, BC101922, MRAK010202, and MRAK084899) and their corresponding protein-coding genes (Ttll3, Taok2, Plin5, and Zfp608) were down-regulated. X95079 was up-regulated, and its accompanying related protein-coding gene Myh9 was Context+: the sum of the context+ scores used in TargetScan after version 6.0; the more negative, the better. Context: the sum of the context scores used in TargetScan before version 5.x; the more negative the value, the better. Structure: the sum of the structure scores used in miRanda; the higher the score, the better. Energy: the sum of the free energy as predicted by miRanda; the more negative the value, the better. Is Experimental Validated: whether this miRNA is validated by experimental data. down-regulated (Table 2) . This finding was similar to a recent genome-wide analysis of lncRNA expression in uraemia patients reported by Sui et al., who discovered the expression changes in lncRNAs and their associated protein-coding genes in the same or opposite direction [32] . Zhu et al. confirmed that overexpressing RERT-lncRNA (an lncRNA whose sequence overlaps with Ras-related guanosine triphosphate-binding protein 4b and EGLN2) up-regulates EGLN2 [33] . Thus, we inferred that the differentially expressed lncRNA in bleomycin-induced pulmonary fibrosis may positively or negatively regulate the expression of their neighbouring protein-coding genes. Although the remaining lncRNA-related protein-coding genes exhibited no expression changes, these genes, such as Context+: the sum of the context+ scores used in TargetScan after version 6.0; the more negative, the better. Context: the sum of the context scores used in TargetScan before version 5.x; the more negative the value, the better. Structure: the sum of the structure scores used in miRanda; the higher the score, the better. Energy: the sum of the free energy as predicted by miRanda; the more negative the value, the better. Is Experimental Validated: whether this miRNA is validated by experimental data. RGD1564927 (similar to TGFB-induced factor 2, SMAD family member 2, and mitogen-activated protein kinase associated protein 1), have already been proven as important factors in pulmonary fibrosis [34] [35] [36] . Other protein-coding genes are mainly associated with transcription, translation, energy metabolism and signal transduction ( Table 2 ). The abnormality of these biological processes may be involved in the development of pulmonary fibrosis. In summary, the differential expression of lncRNA and its sequence or positional relationship with the protein-coding genes are of great significance in pulmonary fibrosis.
However, lncRNAs may regulate gene expression in many ways during pulmonary fibrosis. New studies showed that lncRNAs act as key ceRNAs [8, 37, 38] , thereby greatly enhancing the functionality of lncRNAs.
The ceRNAs affect the distribution of miRNA on their targets and impose an additional level of post-transcriptional regulation. A recent study reported that the phosphatase and tensin homolog pseudogene (PTENP1) is an lncRNA that sequesters numerous PTEN-targeting miRNAs to regulate PTEN transcription and translation by acting as an miRNA sponge [39] . Moreover, Dharap et al. found that 61 stroke-responsive lncRNAs show >90% sequence homology to protein-coding genes, and these lncRNAs may be pseudogenes [40] . Given that these lncRNAs are highly homologous to protein-coding genes, they may have common MREs and influence expression levels by competing for shared miRNAs. Thus, we proposed that some lncRNAs may function as ceRNAs to link the miRNAs and transcriptional network in pulmonary fibrosis.
We subsequently explored whether two differentially expressed lncRNAs MRAK088388 and MRAK081523 act as a natural decoy for miRNAs. In this work, we found that changes in MRAK088388 and MRAK081523 expression were similar to those in N4bp2 and Plxna4 expression, respectively, in fibrotic lung tissues. Given that MRAK088388 and MRAK081523 had high sequence similarity to N4bp2 and Plxna4, we speculated that they may have the same MREs. First, we identified MRAK088388-and MRAK081523-targeting miRNAs. We used TargetScan and miRanda database queries to obtain miRNAs, which had higher targeting combined with N4bp2, namely, miR-200, miR-429, miR-29 and miR-30. These miRNAs also had binding sites on MRAK088388 (Table 4) . N4bp2 is a Bcl-3 binding protein and Bcl-3 is an oncoprotein. A study showed that the expression of these genes is co-upregulated in tumour tissue [41] . A more recent study found that IPF exhibits several cancer-like patho- The expression of let-7i-5p was decreased in the model group compared with that in the normal group. (G) MRAK088388 and MRAK081523 levels were positive correlation with their respective related protein-coding genes N4bp2 and Plxna4, however, inversely correlated with their respective shared miRNAs miR-29b-3p and let-7i-5p. And statistical analysis was performed by Pearson correlation coefficient respectively; n = 6 (rats) with three replicates. genic features; lung myofibroblasts, which are similar to cancer cells, acquire epigenetic and genetic abnormalities as well as functional features, such as uncontrolled proliferation, resistance to apoptosis, and high migration rates [42] . The high expression of N4bp2 in our study may be related to myofibroblast growth. Moreover, our ISH results show that MRAK088388 was expressed mainly in lung interstitial cells. Thus, N4bp2 and MRAK088388 may have the same functions. Among their shared miRNAs, previous research showed that miR-29 is significantly down-regulated and expressed in mesenchymal cells in the lungs of bleomycin-treated mouse [43] . miR-29 was used to investigate the miRNA dependency of ceRNA-mediated MRAK088388 regulation. Our qRT-PCR results show that the expression of miR-29 and MRAK088388 was highly correlated in lung tissue. Based on these results and preliminary analysis, MRAK088388 possibly regulated lung myofibroblast growth and subsequent collagen deposition by sponging miR-29, which could bind to N4bp2. By the same method, we found that MRAK081523 and Plxna4 had the same MREs for miR-218, miR-141, miR-98 and let-7. Plxna4 reportedly promotes tumour progression and tumour angiogenesis by enhancing VEGF and basic fibroblast growth factor signalling [44] . Moreover, VEGF is an important regulator of angiogenesis that promotes the development of IPF [45] . Thus, the high expression of N4bp2 in our study may be related to angiogenesis. Similar to MRAK088388, MRAK081523 was located in lung interstitial cells. Let-7 isoform let-7d expression significantly decreases and has a key regulatory function in IPF [46] , but the function of let-7i has not been reported. Based on our present study, which showed the lower expression of let-7i in lung tissues of bleomycin-treated rat than that in normal rats, we used let-7i to determine if MRAK088388 regulation is ceRNA-mediated miRNA-dependent. Our qRT-PCR results show that the expression of let-7i and MRAK081523 was highly negatively correlated. MRAK081523 may compete with the let-7i pool to regulate the expression of Plxna4 and participate in angiogenesis.
In this study, many lncRNAs were differentially expressed in bleomycin-induced lung fibrotic rats, and their functions could be predicted based on their positional relation with protein-coding genes and ceRNA network. However, this research is still in the exploratory stage, and conclusions were obtained only through the changes in their levels and bioinformatics analysis, which need experimental identification and validation. Our assumption may also provide the first evidence that ceRNA interaction exists in pulmonary fibrosis, and give new potentially therapeutic targets in pulmonary fibrosis. In the future, we should design experiments, such as the gain-of-function and loss-of-function, to investigate thoroughly the ceRNA language between them.
